
Ben Howden <bhowden@unimelb.edu.au> 27 February 2018 at 09:42 
To: "Daley, Denise" <Denise.Daley@health.wa.gov.au> 
Cc: "Geoffrey Coombs (geoff@asainc.net.au)" <geoff@asainc.net.au> 
 
Thanks Denise, 
 
I’ll discuss with Geoff. I am still based at Austin Health as well as Uni Melb, and this project is 
being run through Austin, 
 
Ben 
 
27 Feb 2018, at 12:22 pm, Daley, Denise <Denise.Daley@health.wa.gov.au>  
 
Hi Ben 
 
The project raised by Paul was on vanA E. faecium with low vanc MICs (ie a small number of 
isolates).  In your email you have requested all E faecium isolates from 2015 to 2017 
inclusive – the antibiotic phenotype and the van gene geneotype 
 
Have spoken briefly to Geoff, like the S. aureus request a number of projects have already 
been 
approved by AGAR. Geoff has raised both of your requests with the AGAR Executive who are 
hesitant to provide the complete AGAR database including WGS to a second party who is 
not an AGAR member. Geoff will be in contact with you once the Executive has made a final 
decision. 
 
Regards, 
Denise Daley, MASM 
 
From: Ben Howden [mailto:bhowden@unimelb.edu.au] Tuesday, 27 February 2018 9:13 
AM 
To: Daley, Denise 
Cc: Paul Johnson 
 
Thanks very much Denise. 
Paul reminded me that he discussed this project at the AESOP meeting last week at ASA and 
that it 
was approved at that time. 
Hope that helps the process, 
Ben 
 
On 26 Feb 2018, at 1:09 pm, Daley, Denise <Denise.Daley@health.wa.gov.au> wrote: 
Hi Ben 
I have forwarded this onto the AGAR Exec for their approval and will let you know as 
soon as I hear something. 
 
Regards, 

mailto:bhowden@unimelb.edu.au


 
Denise Daley, MASM 
AGAR Scientific Officer 
 
From: Ben Howden [mailto:bhowden@unimelb.edu.au] Sent: Monday, 26 February 2018 
7:53 AM 
To: Daley, Denise 
Subject: FW: project on VVE for AESOP 
Importance: High 
 
Hi Denise, 
Good to catch up last week. 
Just following up on this request from us at Austin, as this is the most pressing. 
To be clear what is being requested: 
 
1. For E faecium isolates from 2015 to 2017 inclusive – the antibiotic phenotype and 
the van gene geneotype 
 
2. You said you had looked at the discrepant isolates (van gene positive but vanco 
susceptibile) – if you could highlight these that would be great. 
 
3. If we could access the WGS data for the isolates also – the data will be used just to 
look at the genetic mechanisms of the VVE phenotype (Stanley has previously transferred 
data with Anders from our team so should be straight forward) 
 
Please let me know how this is progressing, 
 
Ben 
 

mailto:bhowden@unimelb.edu.au

